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Supplementary Figure S1 . Overexpression of (m)TET1-FL and (m)TET1-CD in HEK293T cells. Supplementary Figure S2 . Overexpression of TET1-CD but not TET1-FL induces extensive DNA demethylation in all categorized genomic regions. Supplementary Figure S3 . Validation of the specificity and efficiency of anti-5hmC antibody for hMeDIP. Supplementary Figure S4 The methylation levels of CpG sites were quantitatively analyzed by DREAM (exact number of sites indicated in each graph). Upstream: -5 kb to -1 kb relative to TSS; promoter: -1 kb to 0.5 kb relative to TSS; downstream: -0.5 kb to 1 kb relative to TES; intergenic: 1 kb from TES to -5 kb of downstream gene. Figure S3 . Validation of the specificity and efficiency of anti-5hmC antibody for hMeDIP. Four different DNA probes were prepared by PCR with different dCTP composition (C, only dCTP; 5mC, dCTP : me-dCTP = 1 : 1; 5hmC (low), dCTP : hme-dCTP = 9 : 1; 5hmC (high), dCTP : hme-dCTP = 1 : 1). All four probes were simultaneously spiked into HEK293T genomic DNA and subjected to hMeDIP procedure. The input and immunoprecipitated DNA were then anlayzed by qPCR. Data represent mean ± s.d. (n = 2). Figure S4 . The distributions of 5hmC tag across gene exons and exon-intron boundaries. (A) The 5hmC distribution across exons. Each exon was normalized to 0-100%. (B) The 5hmC distribution across exon-intron boundaries. Normalized 5hmC tag density was plotted from -100 bp to 100 bp relative to exon-intron boundaries. The key to (A and B) is to the right of (B). Table S1 . Summary of primers used.
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